datasets of joint lipid-scores and transcript-scores. The slope of the fitted line is 0.561, the coefficient of determination R 2 is 0.798. The samples are largely clustered into two groups indicated by two ellipses: one including diabetic/prediabetic groups (HFD16, HFD24, and HFD-STZ24) and non-diabetic/dietary reversal groups (SD16, SD24, HFD-DR24, and HFD-STZ-DR24). real-time qPCR using the pooled RNA samples subjected to RNA-seq (n = 6-10/group). cDNA was generated from 50 ng of pooled RNA, of which 2.5 ng was used for the subsequent qPCR reaction. qPCR was performed in triplicate using sequence specific primers (Table S1 ). Expression of each gene was calculated from a cDNA titration within each plate (standard curve method) and normalized to the endogenous reference gene, Ywhaz.
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